Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.049; wR factor = 0.181; data-to-parameter ratio = 17.7.
The asymmetric unit of the title Schiff base molecule, C 25 H 20 N 2 O, contains two independent molecules. In each molecule, the C N bond is in an E conformation. The most significant difference between the two molecules is seen for the dihedral angles between the methoxy-substituted benzene ring and the two phenyl rings, which are 85.5 (1) and 82.3 (1) in the first molecule, and 49.0 (1) and 40.4 (1) in the second. This conformational difference is reflected in the central C N-C . . . C torsion angle, which is 28.7 (2) in the first molecule and À29.8 (3) in the other. In each molecule, there is an intramolecular O-HÁ Á ÁN hydrogen bond.
Related literature
For related structures, see: Damous et al. (2013) ; Zheng (2013).
Experimental
Crystal data C 25 H 20 N 2 O M r = 364.43 Monoclinic, P2 1 =c a = 18.4128 (4) Å b = 21.2523 (4) Å c = 10.2080 (2) Å = 99.834 (1) V = 3935.84 (14) Å 3 Z = 8 Mo K radiation = 0.08 mm À1 T = 298 K 0.30 Â 0.20 Â 0.20 mm
Data collection
Bruker SMART CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.978, T max = 0.985 65034 measured reflections 8961 independent reflections 6499 reflections with I > 2(I) R int = 0.029 Refinement R[F 2 > 2(F 2 )] = 0.049 wR(F 2 ) = 0.181 S = 1.09 8961 reflections 507 parameters H-atom parameters constrained Á max = 0.13 e Å À3 Á min = À0.18 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2002); cell refinement: SAINT (Bruker, 2002); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL.
Figure 1
The molecular structure of (I). Displacement ellipsoids are drawn at the 30% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
2-{(E)-[4-(Diphenylamino)phenyl]iminomethyl}phenol

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N2 0.65015 (7) 0.18511 (7 (9) 0.0025 (6) −0.0017 (6) −0.0028 (7) C20 0.0411 (8) 0.0505 (9) 0.0462 (8) −0.0019 (6) 0.0054 (6) −0.0053 (7) C7 0.0381 (7) 0.0426 (8) 0.0556 (9) 0.0010 (6) 0.0006 (6) 0.0021 (7) C19 0.0412 (8) 0.0530 (9) 0.0507 (9) −0.0044 (7) 0.0079 (7) −0.0017 (7) C1 0.0483 (8) 0.0418 (8) 0.0469 (8) −0.0017 (6) −0.0012 (7) −0.0014 (7) C32 0.0509 (9) 0.0603 (10) 0.0511 (9) 0.0002 (8) 0.0010 (7) −0.0055 (8) C45 0.0487 (9) 0.0498 (10) 0.0647 (11) −0.0001 (7) −0.0010 (8) −0.0008 (8) C15 0.0522 (9) 0.0434 (9) 0.0548 (10) 0.0044 (7) −0.0051 (7) 0.0049 (7) C39 0.0464 (9) 0.0543 (10) 0.0596 (10) 0.0001 (7) 0.0067 (7 (7) 0.0052 (7) 0.0030 (7) C40 0.0517 (9) 0.0536 (10) 0.0576 (10) −0.0033 (7) 0.0046 (8) −0.0090 (8) C38 0.0467 (9) 0.0546 (10) 0.0509 (9) −0.0070 (7) 0.0045 (7) −0.0031 (7) C18 0.0498 (9) 0.0407 (8) 0.0507 (9) 0.0024 (7) −0.0009 (7) 0.0056 (7) supplementary materials sup-6 Acta Cryst. (2014) . E70, o314 C12 0.0527 (9) 0.0535 (10) 0.0501 (9) 0.0021 (7) 0.0032 (7) 0.0005 (8) C2 0.0507 (9) 0.0490 (9) 0.0596 (10) 0.0017 (7) 0.0057 (7 
